Deoxyribozyme sequences Unique sequences of all deoxyribozyme enzyme regions are listed below. Some of the enzyme regions are 39 or 41 nt rather than 40 nt due to a nucleotide deletion or addition during the selection process. For two pairs of the 8CW deoxyribozymes, the sequences could not be determined confidently due to overlap within one sequencing run between the two members of the pair, presumably due to overlapping E. coli colonies harboring plasmids with the two different deoxyribozyme sequences. Nonetheless, in each such case, the RNA linkage assignment is clear because partial alkaline hydrolysis assay of the mixture of products clearly revealed that no unnatural linkage was present, and the 8-17 and complement/100 mM Mg 2+ /pH 9.0 assays were similarly unequivocal. For each 7CX and 8CW deoxyribozyme, the binding arm to the 5′-side of the enzyme region is 5′-CGAAGTCGCCATCTCTTC..., and the binding arm to the 3′-side of the enzyme region is ...ATAGTGAGTCGTATTA-3′. For each 12BB deoxyribozyme, the binding arm to the 5′-side of the enzyme region is 5′-CGAAGTCGCCATCTC..., and the binding arm to the 3′-side of the enzyme region is ...GTGAGTCGTATTA-3′. Ligation yields are shown for deoxyribozymes prepared by solid-phase synthesis using either the parent (Par) or transversion (Tv) RNA substrate sequences outside of the unchanged UA↓GG nucleotides near the ligation site. Yields were determined only for deoxyribozymes that form 3′-5′ linkages. n.d., yield not determined using a deoxyribozyme prepared by solid-phase synthesis.
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